Replacement Sheet 



SEQ ID NO: 1 

>STAAU_R009 nucleotide sequence: 1800 

TTGCGAATAGATCAATCGATCATTAATGAAATAAAAGATAAAA.CCGACATTTTAGACTTGGTAAGTGA 
ATATGTAAAATTAGAAAAGAGAGGACGCAATTATATAGGTTTGTGTCCTTTTCATGATGAAAAGACAC 
CTTCATTTACAGTTTCTGAAGATAAACAAATTTGTCATTGTTTTGGTTGTAAAAAAGGTGGCAATGTT 
TTTCAATTTACTCAAGAAATTAAAGACATATCATTTGTTGAAGCGGTTAAAGAATTAGGTGATAGAGT 
TAATGTTGCTGTAGATATTGAGGCAACACAATCTAACTCAAATGTTCAAATTGCTTCTGATGATTTAC 
AAATGATTGAAATGCATGAGTTAATACAAGAATTTTATTATTACGCTTTAACAAAGACAGTCGAAGGC 
GAACAAGCATTAACGTACTTACAAGAACGTGGTTTTACAGATGCGCTTATTAAAGAGCGAGGCATTGG 
CTTTGCACCCGATAGCTCACATTTTTGTCATGATTTTCTTCAAAAAAAGGGTTACGATATTGAATTAG 
CATATGAAGCCGGATTATTATCACGTAACGAAGAAAATTTCAGTTATTACGATAGATTTCGAAATCGT 
ATTATGTTTCCTTTGAAAAATGCGCAAGGAAGAATTGTTGGATATTCAGGTCGAACATATACCGGTCA 
AGAACCAAAATACTTAAATAGTCCTGAAACACCTATCTTTCAAAAAAGAAAGTTGTTATACAACTTAG 
ATAAAGCGCGTAAATCAATTAGAAAATTAGATGAAATCGTATTACTAGAAGGTTTTATGGATGTTATA 
AAATCTGATACTGCTGGCTTGAAAAACGTTGTTGCAACAATGGGTACACAGTTGTCAGATGAACATAT 
TACTTTTATACGAAAGTTAACATCAAATATAACATTAATGTTTGATGGGGATTTTGCGGGTAGTGAAG 
CAACACTTAAAACAGGTCAAAATTTGTTACAGCAAGGGCTAAATGTATTTGTTATACAATTGCCATCA 
GGCATGGATCCGGATGAATACATTGGTAAGTATGGCAACGATGCATTTACTGCTTTTGTAAAAAATGA 
CAAAAAGTCATTTGCACATTATAAAGTGAGTATATTAAAAGATGAAATTGCACATAATGACCTTTCAT 
ATGAACGTTATTTGAAAGAACTAAGTCATGATATTTCGCTTATGAAATCATCGATTTTGCAACAAAAG 
GCTTTAAATGATGTTGCACCATTTTTCAATGTTAGTCCTGAGCAATTAGCTAACGAAATACAATTCAA 
TCAAGCACCAGCCAATTATTATCCAGAAGATGAGTATGGCGGTTACATTGAACCTGAGCCAATTGGTA 
TGGCACAATTTGACAATTTGAGCCGTCAAGAAAAAGCGGAGCGAGCATTTTTAAAACATTTAATGAGA 
GATAAAGATACATTTTTAAATTATTATGAAAGTGTTGATAAGGATAACTTCACAAATCAGCATTTTAA 
ATATGTATTCGAAGTCTTACATGATTTTTATGCGGAAAATGATCAATATAATATCAGTGATGCTGTGC 
AGTATGTTAATTCAAATGAGTTGAGAGAAACACTAATTAGCTTAGAACAATATAATTTGAATGACGAA 
CCATATGAAAATGAAATTGATGATTATGTCAATGTTATTAATGAAAAAGGACAAGAAACAATTGAGTC 
ATTGAATCATAAATTAAGGGAAGCTACAAGGATTGGCGATGTAGAATTACAAAAATACTATTTACAGC 
AAATTGTTGCTAAGAATAAAGAACGCATGTAG 




SEQ ID NO: 2 

>STAAU_R009 amino acid sequence : 599 

LRIDQSIINEIKDKTDILDLVSEYVKLEKRGRNYIGLCPFHDEKTPSFTVSEDKQICHCFGCKKGGNV 
FQFTQEIKDISFVEAVKELGDRVNVAVDIEATQSNSNVQIASDDLQMIEMHELIQEFYYYALTKTVEG 
EQALTYLQERGFTDALIKERGIGFAPDSSHFCHDFLQKKGYDIELAYEAGLLSRNEENFSYYDRFRNR 
IMFPLKNAQGRIVGYSGRTYTGQEPKYLNSPETPIFQKRKLLYNLDKARKSIRKLDEIVLLEGFMDVI 
KSDTAGLKNWATMGTQLSDEHITFIRKLTSNITLMFDGDFAGSEATLKTGQNLLQQGLNVFVIQLPS 
GMDPDEYIGKYGNDAFTAFVKNDKKSFAHYKVSILKDEIAHNDLSYERYLKELSHDISLMKSSILQQK 
ALNDVAPFFNVSPEQLANEIQFNQAPANYYPEDEYGGYIEPEPIGMAQFDNLSRQEKAERAFLKHLMR 
DKDTFLNYYESVDKDNFTNQHFKYVFEVLHDFYAENDQYNISDAVQYVNSNELRETLISLEQYNLNDE 
PYENEIDDYVNVINEKGQETIESLNHKLREATRIGDVELQKYYLQQIVAKNKERM 




FIGURE 3D. 
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Sample ID : orf78 72 [Pass:0] 
Measured peptides : 23 
\ Matched peptides : 7 ' 
Min. sequence coverage: 14% 




Measured Avg/ Computed Error Residues Missed 
Mass(M) Mono Mass (Pa) Start To Cut Peptide sequence 



! 1124:649 
I 1171.623 
■ 1171,623 
-1254.661 
1335.627 
1435.802 
; 1797.019 
,2001.060 



M 1124.622 
M 1171.590 
M 1171:644 
M 1254.620, 
M 1335.536 
M 1435.734 
M 1796.930 
M 2001.016 



0.027 
0.033 
-0:021 
0.041 
0.091 
0.068- 
0.089 
0.044 



588 596 0 YYLQQIVAK 
394 403 0 ELSHD1SLMK 
11 0 IDQS1INE1K 



563 573 , 

193 202 

233 244 

177 192 

374 390 



GQF I IFSLNHK 
0 NEENFSYYDR 

0 YLNSPETPIFQK , v 

1 kijVUlhLAN hAGEL'SR, 

i vsilkdeiahnuY: • lM 




Unmatched Monoisotopic Ma: 



1855.147 871.295 930.616 1060.140 
■ 1636.921 1669.948 2132.217 2163, 



0 1232.717 f286.716'T492.822<'l5'W.'; 
• U*3 2773.22? 2289 J 64 '_ 



01 



Replacement Sheet 



Pfam HMM search results 



Model 

zf-CHC2 
Toprim 



Seq-from 

3 

260 



Seq-to 
100 

339 



HMM-to 

98 
151 



Score E-value 
198.4 l.le-55 
71.9 1.3e-17 



Alignments of top-scoring domains: 



Zf -CHC2 : 

domain 1 of 



gi 1 133988 



gi 1 133988 



from 3 to 100: score 198.4, E = l.le-55 

* - >ipeesIdeLknriDIVdviseYVkLkKkGrnYkgLCPFHdEKTPSFs 
i++++I+e+k+++DI d++seYVkL+K+GrnY+gLCPFHdEKTPSF+ 
3 IDQSIINEI KD KTDILDLVSE Y VKLE KR GRNY I GL C PFHD E KT PS FT 49 

VspeKqfYhCFGCGagGdalkFlmkyeklsFvEAvekLAdragidlpyek 
Vs +Kq+ hCFGC++gG+++ F ++++++sFvEAv++L dr+++ +++e 
50 VSEDKQICHCFGCKKGGNVFQFTQEIKDISFVEAVKELGDRVNVAVDIEA 99 



gi|l33988 100 T 



Toprim: domain 1 of 1, from 260 to 339: score 71.9, E = 1.3e-17 

* - >kvliiVEgpsdakalakalgkpskrkivyelpggkdgnwaslGhlv 
+ + + + + Eg++d+++ a+ +nwa++G+ 
gi | 133988 260 DE I VLLEGFMDVI KSDTAGL KNWATMGTQ - 289 

dLptpegyddkykwlwlpivdvkkgf epyqief dqlckcskkidlkkeql 

l++e++ 

gi | 133988 290 LSDEHI 295 

kllkklakkadevilatDpDreGeaiawkllellkpygpveleddkkvrr 
++kl+++ + 1++D+D +G ++++k + 1+ +g +v++ 
gi j 133988 296 TFIRKLTSN ITLMFDGDFAGSEATLKTGQNLLQQGL NVFV 335 



iflp<-* 
i + lp 

gi | 133988 336 IQLP 339 
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96pTMSMLacORF78 



EcoRJ ' 


PCR with 

STAAU_R9-specific 
primers 

Bglll 


BamHJ digestion 

2Z5T— 

T 




Digestion with 


Sail digestion 




EcoRl/Bglll 




EcoRJ 




Sail 


ATG 


stop ATG 
Subcloning into 
EcoRJ/BamHl-digested 
, pGADT7 vector 


stop 

Subcloning into 
Smal/Sall- digested 
r pGBKT7 vector 





c- 



/ .S. aureus \ 
[ CAD ' 
V ' STAAU ,R9 J 


► No transcription 


Reporter genes: HIS3, ADE2 and LacZ 


( 960RF\ 


> No transcription 


Reporter genes: HIS3, ADE2 and LacZ 


/ S> aureus^. 
f ' GAD , \ 
V • STAACJ_R9 • J 

( 960RF V 


^^^^^ Transcription 




Reporter genes: HIS 3, ADE2 and LacZ 




THAL minus 



THAL minus 



P galactosidase assay 
960RF78 and STAAU_R9 




Sample 


Yeast co-transformants 


RLU (avg) 


SD 




Plasmid 1 


Plasmid 2 






1 


pGBK 960RF78 


pGADSTAAU R9 35 


10, 250 


2. 080 


2 


pGBK 960RF78 


PGADT7-T 


475 


38 


3 


pGBK Lamin C 


pGADSTAAU R9 35 


224 


10 


4 


pGBKSTAAU_R9_35 


pGAD 960RF78 


11, 935 


1, 477 


I 5 


pGBK Lamin C 


pGAD 960RF78 


243 


12 


6 


pGBKSTAAU_R9_35 


pGADT7-T 


1, 121 


37 



Figure 11 A. 






Primer 
name 


Primer sequence 


Restriction 
site 


SEQ ID NO 


8 


R9 5E3 


5'-ccggaattcTTGCGAATAGATCAATCG-3' 


EcoRI 


SEQ ID NO 


9 


R9 3BG 


5'-ggaagatctCTACATGCGTTCTTTATTC-3' 


Bglll 


SEQ ID NO 


10 


R9 5E 


5'-ccggaattcATGATAGGTTTGTGTCCT-3' 


EcoRI 


SEQ ID NO 


11 


R9 5E1 


5'-ccggaattcCCAAAATACCTAAATAGTCC-3' 


EcoRI 


SEQ ID NO 


12 


R9 5E2 


5'-ccggaattcGCACATAATGACCTTTCA-3' 


EcoRI 


SEQ ID NO 


13 


R9 342R 


5'-cqcqqatccATGCCTGATGGCAATTG-3' 


BamHI 


SEQ ID NO 


14 


R9 402R 


5'-ccatcgatGATTTCATAAGCGAAATATC-3' 


Clal j 


SEQ ID NO 


15 


R9 449F 


5'-ccqqaattcCCTGAGCCAATTGGTATGGC-3' 


EcoRI 


SEQ ID NO 


16 


R9 449R 


5'-cqcqqatccctaAGGTTCAATGTAACCGCC-3' 


BamHI 


SEQ ID NO 


17 


R9 490F 


5'-ccgqaattcAAGGATAACTTCACAAATCAG-3' 


EcoRI 


SEQ ID NO 


18 


R9 490R 


5'-cqcgqatccctaCTTATCAACACTTTCATAATA-3' 


BamHI 


SEQ ID NO 


19 


R9 530F 


5'-ccggaattcAGAGAAACACTAATTAGCTTA-3' 


EcoRI 


SEQ ID NO 


20 


R9 530R 


5'-cqcqqatccctaTCTCAACTCATTTGAATTAAC-3' 


BamHI 


SEQ ID NO 


21 


R9 561F 


5'-ccqqaattcGGACAAGAAACAATTGAGTC-3' 


EcoRI 


SEQ ID NO 


7 


R9 561R 


5'-cgcggatccctaTCCTTTTTCATTAATAACATTG-3' 


BamHI 



Figure 11 B. 



Cloning of SEQ 


Sense 


Antisense 


ID NO: 2 


primer 


primer 


amino acid 






fragments 






1-599 


R9 5E3 


R9 3BG 


35-599 


R9 5E 


R9 3BG 


35-342 


R9 5E 


R9 342 R 


229-402 


R9 5E1 


R9 402R 


229-599 


R9 5E1 


R9 3BG 


380-599 


R9 5E2 


R9 3BG 


380-449 


R9 5E2 


R9 449R 


380-490 


R9 5E2 


R9 490R 


380-530 


R9 5E2 


R9 530R 


380-561 


R9 5E2 


R9 561 R 


449-599 


R9 449F 


R9 3BG 


490-599 


R9 490F 


R9 3BG 


530-599 


R9 530F 


R9 3BG 


561-599 


R9 561 F 


R9 3BG 



